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Exon 1 

ACTAAAGCGCCGCCGCCGCGCCATGGAGCCCGAGTGAGCGCGGCGCGG 
GCCCGTCCGGCCGCCGGACAAC ATG GAGGCAGCGCCGCCCGGGCCGCC 
GTGGCCGCTGCTGCTGCTGCTGCTGCTGCTGCTGGCGCTGTGCGGCTGC 
CCGGCCCCCGCCGCGGCC 

Exon 2 Coordinates: 527dl2_Contig308G 30944-30549 

gccccacagCCTCGCCGCTCCTGCTATTTGCCAACCGCCGGGACGTACGGCTG 

GTGGACGCCGGCGGAGTCAAGCTGGAGTCCACCATCGTGGTCAGCGGCC 

TGGAGGATGCGGCCGCAGTGGACTTCCAGTTTTCCAAGGGAGCCGTGTA 

CTGGACAGACGTGAGCGAGGAGGCCATCAAGCAGACCTACCTGAACCAG 

ACGGGGGCCGCCGTGCAGAACGTGGTCATCTCCGGCCTGGTCTCTCCCG 

ACGGCCTCGCCTGCGACTGGGTGGGCAAGAAGCTGTACTGGACGGACTC 

AGAGACCAACCGCATCGAGGTGGCCAACCTCAATGGCACATCCCGGAAG 

GTGCTCTTCTGGCAGGACCTTGACCAGCCGAGGGCCATCGCCTTGGACC 

CCGCTCACGGgtaaaccctgctg 

... 9408 nt ... 

Exon 3 Coordinates: 527dl2_Contig308G 21141-20945 

ccccgtcacagGTACATGTACTGGACAGACTGGGGTGAGACGCCCCGGATTGA 

GCGGGCAGGGATGGATGGCAGCACCCGGAAGATCATTGTGGACTCGGAC 

ATTTACTGGCCCAATGGACTGACCATCGACCTGGAGGAGCAGAAGCTCT 

ACTGGGCTGACGCCAAGCTCAGCTTCATCCACCGTGCCAACCTGGACGG 

CTCGTTCCGgtaggtacccac 

... 6094 nt... 

Exon 4 Coordinates: 527dl2_Contig308G 15047-14850 

tccctgactgcagGCAGAAGGTGGTGGAGGGCAGCCTGACGCACCCCTTCGCCC 

TGACGCTCTCCGGGGACACTCTGTACTGGACAGACTGGCAGACCCGCTC 

CATCCATGCCTGCAACAAGCGCACTGGGGGGAAGAGGAAGGAGATCCTG 

AGTGCCCTATACTCACCCATGGACATCCAGGTGCTGAGCCAGGAGCGGC 

AGCCTTTCTgtgagtgccgg 

... 1827nt... 

Exon 5 Coordinates: 527dl2_Contig308G 13220-13088 

tttctcagTCCACACTCGCTGTGAGGAGGACAATGGCGGCTGCTCCCACCTGT 
GCCTGCTGTCCCCAAGCGAGCCTTTCTACACATGCGCCTGCCCCACGGG 
TGTGCAGCTGCAGGACAACGGCAGGACGTGTAAGGCAGgtgaggcggtgggacg 
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... 20923 nt ... 

Exon 6 Coordinates: 527dl2_Contig309G 7705-8100 

ctccacagGAGCCGAGGAGGTGCTGCTGCTGGCCCGGCGGACGGACCTACGG 

AGGATCTCGCTGGACACGCCGGACTTCACCGACATCGTGCTGCAGGTGG 

ACGACATCCGGCACGCCATTGCCATCGACTACGACCCGCTAGAGGGCTA 

TGTCTACTGGACAGATGACGAGGTGCGGGCCATCCGCAGGGCGTACCTG 

GACGGGTCTGGGGCGCAGACGCTGGTCAACACCGAGATCAACGACCCCG 

ATGGCATCGCGGTCGACTGGGTGGCCCGAAACCTCTACTGGACCGACAC 

GGGCACGGACCGCATCGAGGTGACGCGCCTCAACGGCACCTCCCGCAAG 

ATCCTGGTGTCGGAGGACCTGGACGAGCCCCGAGCCATCGCACTGCACC 

CCGTGATGGGgtaagacgggc 

3211 nt 

Exon 7 Coordinates: 527dl2_Contig309G 11311-11482 

ttcttctccagCCTCATGTACTGGACAGACTGGGGAGAGAACCCTAAAATCGAGT 
GTGCCAACTTGGATGGGCAGGAGCGGCGTGTGCTGGTCAATGCCTCCCT 
CGGGTGGCCCAACGGCCTGGCCCTGGACCTGCAGGAGGGGAAGCTCTAC 
TGGGGAGACGCCAAGACAGACAAGATCGAGgtgaggctcctgtgg 

13445 nt 

Exon 8 Coordinates: 527dl2_Contig309G 24927-25143 

ccgtcctgcagGTGATCAATGTTGATGGGACGAAGAGGCGGACCCTCCTGGAG 

GACAAGCTCCCGCACATTTTCGGGTTCACGCTGCTGGGGGACTTCATCTA 

CTGGACTGACTGGCAGCGCCGCAGCATCGAGCGGGTGCACAAGGTCAAG 

GCCAGCCGGGACGTCATCATTGACCAGCTGCCCGACCTGATGGGGCTCA 

AAGCTGTGAATGTGGCCAAGGTCGTCGgtgagtccggggggtc 

....2826 nt 

Exon 9 Coordinates: 527dl2_Contig309G 27969-28256 

gttcgcttccagGAACCAACCCGTGTGCGGACAGGAACGGGGGGTGCAGCCACC 

TGTGCTTCTTCACACCCCACGCAACCCGGTGTGGCTGCCCCATCGGCCT 

GGAGCTGCTGAGTGACATGAAGACCTGCATCGTGCCTGAGGCCTTCTTG 

GTCTTCACCAGCAGAGCCGCCATCCACAGGATCTCCCTCGAGACCAATA 

ACAACGACGTGGCCATCCCGCTCACGGGCGTCAAGGAGGCCTCAGCCCT 

GGACTTTGATGTGTCCAACAACCACATCTACTGGACAGACGTCAGCCTGA 

AGgtagcgtgggc 

3102 
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Exon 10 Coordinates: 527dl2_Contig309G 31358-31582 

cctgctgccagACCATCAGCCGCGCCTTCATGAACGGGAGCTCGGTGGAGCAC 

GTGGTGGAGTTTGGCCTTGACTACCCCGAGGGCATGGCCGTTGACTGGA 

TGGGCAAGAACCTCTACTGGGCCGACACTGGGACCAACAGAATCGAAGT 

GGCGCGGCTGGACGGGCAGTTCCGGCAAGTCCTCGTGTGGAGGGACTTG 

GACAACCCGAGGTCGCTGGCCCTGGATCCCACCAAGGGgtaagtgtttgcctgtc 

1297nt 

Exon 11 Coordinates: 527dl2_Contig309G 32879-33064 

gtgccttccagCTACATCTACTGGACCGAGTGGGGCGGCAAGCCGAGGATCGTG 
CGGGCCTTCATGGACGGGACCAACTGCATGACGCTGGTGGACAAGGTGG 
GCCGGGCCAACGACCTCACCATTGACTACGCTGACCAGCGCCTCTACTG 
GACCGACCTGGACACCAACATGATCGAGTCGTCCAACATGCTGGgtgagggcc 

gggct 

2069 nt 

Exon 12 Coordinates: 527dl2_Contig309G 35133-35454 

gtgttcatgcagGTCAGGAGCGGGTCGTGATTGCCGACGATCTCCCGCACCCGT 

TCGGTCTGACGCAGTACAGCGATTATATCTACTGGACAGACTGGAATCTG 

CACAGCATTGAGCGGGCCGACAAGACTAGCGGCCGGAACCGCACCCTCA 

TCCAGGGCCACCTGGACTTCGTGATGGACATCCTGGTGTTCCACTCCTCC 

CGCCAGGATGGCCTCAATGACTGTATGCACAACAACGGGCAGTGTGGGC 

AGCTGTGCCTTGCCATCCCCGGCGGCCACCGCTGCGGCTGCGCCTCACA 

CTACACCCTGGACCCCAGCAGCCGCAACTGCAGCCgtaagtgcctcatggt 

2006 nt 

Exon 13 Coordinates: 527dl2_Contig309G 37460-37659 

gcctcctctaCGCCCACCACCTTCTTGCTGTTCAGCCAGAAATCTGCCATCAGT 

CGGATGATCCCGGACGACCAGCACAGCCCGGATCTCATCCTGCCCCTGC 

ATGGACTGAGGAACGTCAAAGCCATCGACTATGACCCACTGGACAAGTT 

CATCTACTGGGTGGATGGGCGCCAGAACATCAAGCGAGCCAAGGACGAC 

GGGACCCAGgcaggtgccctgtgg 

6965 nt 
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Exon 14 Coordinates: 527dl2_Contig309G 44624-44832 

ctttgtcttacagCCCTTTGTTTTGACCTCTCTGAGCCAAGGCCAAAACCCAGACA 

GGCAGCCCCACGACCTCAGCATCGACATCTACAGCCGGACACTGTTCTG 

GACGTGCGAGGCCACCAATACCATCAACGTCCACAGGCTGAGCGGGGAA 

GCCATGGGGGTGGTGCTGCGTGGGGACCGCGACAAGCCCAGGGCCATC 

GTCGTCAACGCGGAGCGAGGgtaggaggccaac 

1404nt 

Exon 15 Coordinates: 527dl2_Contig309G 46236-46427 

ccaccctcccgcagGTACCTGTACTTCACCAACATGCAGGACCGGGCAGCCAAGA 
TCGAACGCGCAGCCCTGGACGGCACCGAGCGCGAGGTCCTCTTCACCAC 
CGGCCTCATCCGCCCTGTGGCCCTGGTGGTGGACAACACACTGGGCAAG 
CTGTTCTGGGTGGACGCGGACCTGAAGCGCATTGAGAGCTGTGACCTGT 

CAGgtacgcgccccgg 

686 nt 

Exon 16 Coordinates: 527dl2_Contig309G 47113-47322 

ggctgcttgcagGGGCCAACCGCCTGACCCTGGAGGACGCCAACATCGTGCAGC 

CTCTGGGCCTGACCATCCTTGGCAAGCATCTCTACTGGATCGACCGCCA 

GCAGCAGATGATCGAGCGTGTGGAGAAGACCACCGGGGACAAGCGGACT 

CGCATCCAGGGCCGTGTCGCCCACCTCACTGGCATCCATGCAGTGGAGG 

AAGTCAGCCTGGAGGAGTTCTgtacgtgggggc 

3884 nt 

Exon 17 Coordinates: 527dl2_Contig309G 51206-51331 

ttgtctttgcagCAGCCCACCCATGTGCCCGTGACAATGGTGGCTGCTCCCACAT 
CTGTATTGCCAAGGGTGATGGGACACCACGGTGCTCATGCCCAGTCCAC 
CTCGTGCTCCTGCAGAACCTGCTGACCTGTGGAGgtaggtgtgacctaggtgc 

....3905 nt 

Exon 18 Coordinates: 527dl2_Contig309G 55236-55472 

gttctcctctgtccctcccccagAGCCGCCCACCTGCTCCCCGGACCAGTTTGCATGTGC 
CACAGGGGAGATCGACTGTATCCCCGGGGCCTGGCGCTGTGACGGCTTT 
CCCGAGTGCGATGACCAGAGCGACGAGGAGGGCTGCCCCGTGTGCTCCG 
CCGCCCAGTTCCCCTGCGCGCGGGGTCAGTGTGTGGACCTGCGCCTGCG 
CTGCGACGGCGAGGCAGACTGTCAGGACCGCTCAGACGAGGTGGACTGT 
GACGgtgaggccctcc 



3052 nt 
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Exon 19 Coordinates: 527dl2_Contig309G 58524-58634 

tctccttgcagCCATCTGCCTGCCCAACCAGTTCCGGTGTGCGAGCGGCCAGTG 

TGTCCTCATCAAACAGCAGTGCGACTCCTTCCCCGACTGTATCGACGGCT 

CCGACGAGCTCATGTGTGgtgagccagctt 

1448 nt 



Exon 20 Coordinates: 527dl2_Contig309G 60082-60319 

gtttgtctctggcagAAATCACCAAGCCGCCCTCAGACGACAGCCCGGCCCACAGC 

AGTGCCATCGGGCCCGTCATTGGCATCATCCTCTCTCTCTTCGTCATGGG 

TGGTGTCTATTTTGTGTGCCAGCGCGTGGTGTGCCAGCGCTATGCGGGG 

GCCAACGGGCCCTTCCCGCACGAGTATGTCAGCGGGACCCCGCACGTGC 

CCCTCAATTTCATAGCCCCGGGCGGTTCCCAGCATGGCCCCTTCACAGgta 

aggagcctgagatatggaa 



....1095 nt 

Exon 21 Coordinates: 527dl2_Contig309G 61414-61552 

cttccctgccagGCATCGCATGCGGAAAGTCCATGATGAGCTCCGTGAGCCTGA 
TGGGGGGCCGGGGCGGGGTGCCCCTCTACGACCGGAACCACGTCACAG 
GGGCCTCGTCCAGCAGCTCGTCCAGCACGAAGGCCACGCTGTACCCGCC 

Ggtgaggggcggg 



6513 nt 

Exon 22 Coordinates: 527dl2_Contig309G 68065-68162 

ttggctctcctcagATCCTGAACCCGCCGCCCTCCCCGGCCACGGACCCCTCCCTG 
TACAACATGGACATGTTCTACTCTTCAAACATTCCGGCCACTGCGAGACC 
GTACAGgtaggacatcccctgcag 



2273 nt 
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Exon 23 Coordinates: 527dl2_Contig309G 70435-70901 

tcaaacattccggccactgcgagaccgtacagGCCCTACATCATTCGAGGAATGGCGCCCCC 

GACGACGCCCTGCAGCACCGACGTGTGTGACAGCGACTACAGCGCCAGC 

CGCTGGAAGGCCAGCAAGTACTACCTGGATTTGAACTCGGACTCAGACC 

CCTATCCACCCCCACCCACGCCCCACAGCCAGTACCTGTCGGCGGAGGA 

CAGCTGCCCGCCCTCGCCCGCCACCGAGAGGAGCTACTTCCATCTCTTC 

CCGCCCCCTCCGTCCCCCTGCACGGACTCATCC TGACCTCGGCCGGGCCA 

CTCTGGCTTCTCTGTGCCCCTGTAAATAGTTTTAAATATGAACAAAGAAAAAA 

ATATATTTTATGATTTAAAAAATAAATATAATTGGGATTTTAAAAACATGAGA 

AATGTGAACTGTGATGGGGTGGGCAGGGCTGGGAGAACTTTGTACAGTGGAG 

AAATATTTATAAACTTAATTTTGTAAAACA 



FIGURE 3F 
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1 ACTAAAGCGCCGCCGCCGCGCCATGGAGCCCGAGTGAGCGCGGCGCGGGCCCGTCCGGCC 6 0 

61 GCCGGACAACATGGAGGCAGCGCCGCCCGGGCCGCCGTGGCCGCTGCTGCTGCTGCTGCT 12 0 

1 MEAAP PGPPWPLLLLLL 17 

121 GCTGCTGCTGGCGCTGTGCGGCTGCCCGGCCCCCGCCGCGGCCTCGCCGCTCCTGCTATT 18 0 

18 LLLALCGC PAPAAASPLLLF 37 

181 TGCCAACCGCCGGGACGTACGGCTGGTGGACGCCGGCGGAGTCAAGCTGGAGTCCACCAT 2 4 0 

38 ANRRDVRLVDAGGVKLE S T I 57 

2 41 CGTGGTCAGCGGCCTGGAGGATGCGGCCGCAGTGGACTTCCAGTTTTCCAAGGGAGCCGT 3 0 0 
58 VVSGLEDAAAVDFQ FSKGAV 77 

3 01 GTACTGGACAGACGTGAGCGAGGAGGCCATCAAGCAGACCTACCTGAACCAGACGGGGGC 3 6 0 
78 YWTDVSEEAIKQTYLNQTGA 97 

3 61 CGCCGTGCAGAACGTGGTCATCTCCGGCCTGGTCTCTCCCGACGGCCTCGCCTGCGACTG 4 2 0 
98 AVQNVVISGLVSPDGLACDW 117 

4 21 GGTGGGCAAGAAGCTGTACTGGACGGACTCAGAGACCAACCGCATCGAGGTGGCCAACCT 4 8 0 
118 VGKKLYWTDSETNR IEVANL 137 

4 81 CAATGGCACATCCCGGAAGGTGCTCTTCTGGCAGGACCTTGACCAGCCGAGGGCCATCGC 54 0 

13 8 NGTSRKVLFWQDLDQPRAIA 15 7 

541 CTTGGACCCCGCTCACGGGTACATGTACTGGACAGACTGGGGTGAGACGCCCCGGATTGA 6 0 0 

158 LDPAHGYMYWTDWGETPRIE 177 

601 GCGGGCAGGGATGGATGGCAGCACCCGGAAGATCATTGTGGACTCGGACATTTACTGGCC 66 0 

178 RAGMDGSTRKI IVDSDI YWP 197 

661 CAATGGACTGACCATCGACCTGGAGGAGCAGAAGCTCTACTGGGCTGACGCCAAGCTCAG 7 2 0 

198 NGLT IDLEEQKLYWADAKLS 217 

7 21 CTTCATCCACCGTGCCAACCTGGACGGCTCGTTCCGGCAGAAGGTGGTGGAGGGCAGCCT 7 8 0 

218 FIHRANLDGS FRQKVVEGS L 237 

7 81 GACGCACCCCTTCGCCCTGACGCTCTCCGGGGACACTCTGTACTGGACAGACTGGCAGAC 84 0 

238 THPFALTLSGDTLYWTDWQT 257 

841 CCGCTCCATCCATGCCTGCAACAAGCGCACTGGGGGGAAGAGGAAGGAGATCCTGAGTGC 900 

258 RS IHACNKRTGGKRKE I LSA 277 

901 CCTCTACTCACCCATGGACATCCAGGTGCTGAGCCAGGAGCGGCAGCCTTTCTTCCACAC 960 

278 LYSPMDIQVLSQERQPFFHT 297 

9 61 TCGCTGTGAGGAGGACAATGGCGGCTGCTCCCACCTGTGCCTGCTGTCCCCAAGCGAGCC 10 2 0 

298 RCEEDNGGCSHLCLLSPSEP 317 

10 21 TTTCTACACATGCGCCTGCCCCACGGGTGTGCAGCTGCAGGACAACGGCAGGACGTGTAA 10 8 0 

318 FYTCACPTGVQLQDNGRTCK 337 

10 81 GGCAGGAGCCGAGGAGGTGCTGCTGCTGGCCCGGCGGACGGACCTACGGAGGATCTCGCT 114 0 

338 AGAEEVLLLARRTDLRRISL 357 
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114 1 GGACACGCCGGACTTCACCGACATCGTGCTGCAGGTGGACGACATCCGGCACGCCATTGC 12 0 0 

358 DTPDFTD IVLQVDD IRHAIA 377 

12 01 CATCGACTACGACCCGCTAGAGGGCTATGTCTACTGGACAGATGACGAGGTGCGGGCCAT 12 6 0 

378 IDYDPLEGYVYWTDDEVRAI 397 

12 61 CCGCAGGGCGTACCTGGACGGGTCTGGGGCGCAGACGCTGGTCAACACCGAGATCAACGA 13 2 0 
398 RRAYLDGSGAQTLVNTEIND 417 

13 21 CCCCGATGGCATCGCGGTCGACTGGGTGGCCCGAAACCTCTACTGGACCGACACGGGCAC 13 8 0 
418 PDGIAVDWVARNLYWTDTGT 437 

13 81 GGACCGCATCGAGGTGACGCGCCTCAACGGCACCTCCCGCAAGATCCTGGTGTCGGAGGA 144 0 
438 DRIEVTRLNGTSRKILVSED 457 

14 4 1 CCTGGACGAGCCCCGAGCCATCGCACTGCACCCCGTGATGGGCCTCATGTACTGGACAGA 15 0 0 
458 LDEPRAIALHPVMGLMYWTD 477 

15 01 CTGGGGAGAGAACCCTAAAATCGAGTGTGCCAACTTGGATGGGCAGGAGCGGCGTGTGCT 15 6 0 
478 WGENPKI ECANLDGQERRVL 497 

15 61 GGTCAATGCCTCCCTCGGGTGGCCCAACGGCCTGGCCCTGGACCTGCAGGAGGGGAAGCT 162 0 
498 VNASLGWPNGLALDLQEGKL 517 

16 21 CTACTGGGGAGACGCCAAGACAGACAAGATCGAGGTGATCAATGTTGATGGGACGAAGAG 16 8 0 
518 YWGDAKTDKIEVINVDGTKR 537 

16 81 GCGGACCCTCCTGGAGGACAAGCTCCCGCACATTTTCGGGTTCACGCTGCTGGGGGACTT 174 0 
538 RTLLEDKLPHIFGFTLLGDF 557 

17 41 CATCTACTGGACTGACTGGCAGCGCCGCAGCATCGAGCGGGTGCACAAGGTCAAGGCCAG 180 0 
558 IYWTDWQRRS IERVHKVKAS 577 

18 01 CCGGGACGTCATCATTGACCAGCTGCCCGACCTGATGGGGCTCAAAGCTGTGAATGTGGC 18 6 0 
578 RDVI IDQLPDLMGLKAVNVA 597 

18 61 CAAGGTCGTCGGAACCAACCCGTGTGCGGACAGGAACGGGGGGTGCAGCCACCTGTGCTT 192 0 
598 KVVGTNPCADRNGGCSHLCF 617 

1921 CTTCACACCCCACGCAACCCGGTGTGGCTGCCCCATCGGCCTGGAGCTGCTGAGTGACAT 19 8 0 

618 FTPHATRCGCPIGLELLSDM 637 

19 81 GAAGACCTGCATCGTGCCTGAGGCCTTCTTGGTCTTCACCAGCAGAGCCGCCATCCACAG 2 04 0 
638 KTC IVPEAFLVFTS RAAIHR 657 

2 041 GATCTCCCTCGAGACCAATAACAACGACGTGGCCATCCCGCTCACGGGCGTCAAGGAGGC 210 0 

658 ISLETNNNDVAIPLTGVKEA 677 

2101 CTCAGCCCTGGACTTTGATGTGTCCAACAACCACATCTACTGGACAGACGTCAGCCTGAA 216 0 

678 SALDFDVSNNHIYWTDVSLK 697 

2161 GACCATCAGCCGCGCCTTCATGAACGGGAGCTCGGTGGAGCACGTGGTGGAGTTTGGCCT 2 2 2 0 

698 TISRAFMNGSSVEHVVE FGL 717 
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2 2 21 TGACTACCCCGAGGGCATGGCCGTTGACTGGATGGGCAAGAACCTCTACTGGGCCGACAC 2 2 8 0 

718 DYPEGMAVDWMGKNLYWADT 737 

2 2 81 TGGGACCAACAGAATCGAAGTGGCGCGGCTGGACGGGCAGTTCCGGCAAGTCCTCGTGTG 2 3 4 0 

738 GTNRIEVARLDGQFRQVLVW 757 

2 3 41 GAGGGACTTGGACAACCCGAGGTCGCTGGCCCTGGATCCCACCAAGGGCTACATCTACTG 24 0 0 

758 RDLDNPRS LALDPTKGYI YW 777 

2 4 01 GACCGAGTGGGGCGGCAAGCCGAGGATCGTGCGGGCCTTCATGGACGGGACCAACTGCAT 2 4 6 0 

778 TEWGGKPR IVRAFMDGTNCM 797 

2 4 61 GACGCTGGTGGACAAGGTGGGCCGGGCCAACGACCTCACCATTGACTACGCTGACCAGCG 2 5 2 0 

798 TLVDKVGRANDLT IDYADQR 817 

2 521 CCTCTACTGGACCGACCTGGACACCAACATGATCGAGTCGTCCAACATGCTGGGTCAGGA 2 5 8 0 

818 LYWTDLDTNMIES SNMLGQE 837 

2 5 81 GCGGGTCGTGATTGCCGACGATGTCCCGCACCCGTTCGGTCTGACGCAGTACAGCGATTA 2 64 0 

838 RVVIADDLPHPFGLTQYSDY 857 

2 641 TATCTACTGGACAGACTGGAATCTGCACAGCATTGAGCGGGCCGACAAGACTAGCGGCCG 2 7 0 0 

858 IYWTDWNLHS IERADKTS GR 877 

2 7 01 GAACCGCACCCTCATCCAGGGCCACCTGGACTTCGTGATGGACATCCTGGTGTTCCACTC 2 7 6 0 

878 NRTLIQGHLDFVMDILVFHS 897 

2 7 61 CTCCCGCCAGGATGGCCTCAATGACTGTATGCACAACAACGGGCAGTGTGGGCAGCTGTG 2 8 2 0 

898 SRQDGLNDCMHNNGQCGQLC 917 

2 821 CCTTGCCATCCCCGGCGGCCACCGCTGCGGCTGCGCCTCACACTACACCCTGGACCCCAG 2 8 8 0 

918 LAI PGGHRCGCASHYTLDPS 937 

2 8 81 CAGCCGCAACTGCAGCCCGCCCACCACCTTCTTGCTGTTCAGCCAGAAATCTGCCATCAG 2 94 0 

938 SRNCSPPTTFLLFSQKSAIS 957 

2 941 TCGGATGATCCCGGACGACCAGCACAGCCCGGATCTCATCCTGCCCCTGCATGGACTGAG 3 0 0 0 
958 RMIPDDQHSPDLILPLHGLR 977 

3 0 01 GAACGTCAAAGCCATCGACTATGACCCACTGGACAAGTTCATCTACTGGGTGGATGGGCG 3 0 6 0 
978 NVKAIDYDPLDKF IYWVDGR 997 

3 0 61 CCAGAACATCAAGCGAGCCAAGGACGACGGGACCCAGCCCTTTGTTTTGACCTCTCTGAG 312 0 

998 QNI KRAKDDGTQP FVLTS LS 1017 

3121 CCAAGGCCAAAACCCAGACAGGCAGCCCCACGACCTCAGCATCGACATCTACAGCCGGAC 318 0 

1018 QGQNPDRQPHDLS IDIYSRT 1037 

3181 ACTGTTCTGGACGTGCGAGGCCACCAATACCATCAACGTCCACAGGCTGAGCGGGGAAGC 3 2 4 0 

103 8 LFWTCEATNTINVHRLSGEA 1057 

3 241 CATGGGGGTGGTGCTGCGTGGGGACCGCGACAAGCCCAGGGCCATCGTCGTCAACGCGGA 3 3 0 0 

1058 MGVVLRGDRDKPRAIVVNAE 1077 
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3 3 01 GCGAGGGTACCTGTACTTCACCAACATGCAGGACCGGGCAGCCAAGATCGAACGCGCAGC 3 3 6 0 

1078 RGYLYFTNMQDRAAKI ERAA 1097 

3 3 61 CCTGGACGGCACCGAGCGCGAGGTCCTCTTCACCACCGGCCTCATCCGCCCTGTGGCCCT 3 4 2 0 

1098 LDGTEREVLFTTGLIRPVAL 1117 

3 4 21 GGTGGTGGACAACACACTGGGCAAGCTGTTCTGGGTGGACGCGGACCTGAAGCGCATTGA 3 4 8 0 

1118 VVDNTLGKLFWVDADLKR IE 1137 

3 4 81 GAGCTGTGACCTGTCAGGGGCCAACCGCCTGACCCTGGAGGACGCCAACATCGTGCAGCC 3 54 0 

1138 SCDLSGANRLTLEDANIVQP 1157 

3 541 TCTGGGCCTGACCATCCTTGGCAAGCATCTCTACTGGATCGACCGCCAGCAGCAGATGAT 3 6 0 0 

1158 LGL'TILGKHLYWIDRQQQMI 1177 

3 6 01 CGAGCGTGTGGAGAAGACCACCGGGGACAAGCGGACTCGCATCCAGGGCCGTGTCGCCCA 3 660 

1178 ERVEKTTGDKRTRIQGRVAH 1197 

3 661 CCTCACTGGCATCCATGCAGTGGAGGAAGTCAGCCTGGAGGAGTTCTCAGCCCACCCATG 3 7 2 0 

1198 LTGIHAVEEVSLEEFSAHPC 1217 

3 721 TGCCCGTGACAATGGTGGCTGCTCCCACATCTGTATTGCCAAGGGTGATGGGACACCACG 3 7 8 0 

1218 ARDNGGCSHICIAKGDGTPR 1237 

3 7 81 GTGCTCATGCCCAGTCCACCTCGTGCTCCTGCAGAACCTGCTGACCTGTGGAGAGCCGCC 3 8 4 0 

1238 CSCPVHLVLLQNLLTCGEPP 1257 

3 841 CACCTGCTCCCCGGACCAGTTTGCATGTGCCACAGGGGAGATCGACTGTATCCCCGGGGC 3 90 0 

1258 TCSPDQFACATGEIDC I PGA 1277 

3 901 CTGGCGCTGTGACGGCTTTCCCGAGTGCGATGACCAGAGCGACGAGGAGGGCTGCCCCGT 3 960 

12 78 WRCDGFPECDDQSDEEGCPV 12 97 

3 961 GTGCTCCGCCGCCCAGTTCCCCTGCGCGCGGGGTCAGTGTGTGGACCTGCGCCTGCGCTG 4 02 0 
1298 CSAAQFPCARGQCVDLRLRC 1317 

4 021 CGACGGCGAGGCAGACTGTCAGGACCGCTCAGACGAGGTGGACTGTGACGCCATCTGCCT 4 0 8 0 
1318 DGEADCQDRSDEVDCDAICL 1337 

4 0 81 GCCCAACCAGTTCCGGTGTGCGAGCGGCCAGTGTGTCCTCATCAAACAGCAGTGCGACTC 414 0 

13 38 PNQFRCASGQCVLIKQQCDS 1357 

4141 CTTCCCCGACTGTATCGACGGCTCCGACGAGCTCATGTGTGAAATCACCAAGCCGCCCTC 4 2 0 0 

13 58 FPDCIDGSDELMCEITKPPS 13 77 

4 2 01 AGACGACAGCCCGGCCCACAGCAGTGCCATCGGGCCCGTCATTGGCATCATCCTCTCTCT 4 2 60 

1378 DDSPAHSSAIGPVIGI ILSL 1397 

4 2 61 CTTCGTCATGGGTGGTGTCTATTTTGTGTGCCAGCGCGTGGTGTGCCAGCGCTATGCGGG 4 3 2 0 

1398 FVMGGVYFVCQRVVCQRYAG 1417 

4 3 21 GGCCAACGGGCCCTTCCCGCACGAGTATGTCAGCGGGACCCCGCACGTGCCCCTCAATTT 4 3 8 0 

1418 ANGPFPHEYVSGTPHVPLNF 14 37 
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4 3 81 CATAGCCCCGGGCGGTTCCCAGCATGGCCCCTTCACAGGCATCGCATGCGGAAAGTCCAT 4 4 4 0 

14 38 IAPGGSQHGPFTGIACGKSM 1457 

4 4 41 GATGAGCTCCGTGAGCCTGATGGGGGGCCGGGGCGGGGTGCCCCTCTACGACCGGAACCA 4 5 0 0 

1458 MSSVSLMGGRGGVPLYDRNH 14 77 

4 5 01 CGTCACAGGGGCCTCGTCCAGCAGCTCGTCCAGCACGAAGGCCACGCTGTACCCGCCGAT 4 5 6 0 

14 78 VTGASSSSSSSTKATLYPPI 14 97 

4 5 61 CCTGAACCCGCCGCCCTCCCCGGCCACGGACCCCTCCCTGTACAACATGGACATGTTCTA 4 6 2 0 

14 98 LNPPPSPATDPSLYNMDMFY 1517 

4 621 CTCTTCAAACATTCCGGCCACTGCGAGACCGTACAGGCCCTACATCATTCGAGGAATGGC 4 6 8 0 

1518 SSNIPATARPYRPYI IRGMA 1537 

4 6 81 GCCCCCGACGACGCCCTGCAGCACCGACGTGTGTGACAGCGACTACAGCGCCAGCCGCTG 4 74 0 

1538 PPTTPCSTDVCDSDYSASRW 15 57 

4 741 GAAGGCCAGCAAGTACTACCTGGATTTGAACTCGGACTCAGACCCCTATCCACCCCCACC 4 8 0 0 

1558 KASKYYLDLNSDSDPYPPPP 1577 

4 8 01 CACGCCCCACAGCCAGTACCTGTCGGCGGAGGACAGCTGCCCGCCCTCGCCCGCCACCGA 4 8 6 0 

1578 T PHSQYLSAEDSCPPSPATE 1597 

4 8 61 GAGGAGCTACTTCCATCTCTTCCCGCCCCCTCCGTCCCCCTGCACGGACTCATCCTGACC 4 92 0 

1598 RSYFHLFPPPPSPCTDSS 1615 

4 921 TCGGCCGGGCCACTCTGGCTTCTCTGTGCCCCTGTAAATAGTTTTAAATATGAACAAAGA 4 9 8 0 

4 9 81 AAAAAATATATTTTATGATTTAAAAAATAAATATAATTGGGATTTTAAAAACATGAGAAA 5 0 4 0 

5 041 TGTGAACTGTGATGGGGTGGGCAGGGCTGGGAGAACTTTGTACAGTGGAGAAATATTTAT 510 0 
5101 AAACTTAATTTTGTAAAACA 512 0 
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Antisense Inhibition of Zmaxl Expression 
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